
60S ribosomal protein L10a, putative
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40S ribosomal protein S12, putative
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Trypathione Reductase
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100% 1,193.57 AMU, +2 H (Parent Error: -21 ppm)
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100% 1,850.09 AMU, +4 H (Parent Error: 65 ppm)
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Cysteine peptidase, Clan CA, family C2, putative
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100% 1,192.89 AMU, +2 H (Parent Error: 200 ppm)

Aminopeptidase metallo‐peptidase, Clan MF, Family M17, putative
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14‐3‐3 protein, putative
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100% 1,759.99 AMU, +2 H (Parent Error: 57 ppm)
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Cytochrome C, putative
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100% 1,234.74 AMU, +2 H (Parent Error: 44 ppm)
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269.2?

a2
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R A L S Q L L I G L L L Sity

100% 1,396.08 AMU, +2 H (Parent Error: 140 ppm)

Hypothetical protein, 26 kDa
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14‐3‐3 like protein
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Histone H4
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100% 1,244.96 AMU, +2 H (Parent Error: 230 ppm)
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100% 1,863.05 AMU, +2 H (Parent Error: 58 ppm)

LACK protein
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Hypothetical protein, 30 kDa
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100% 1,468.67 AMU, +2 H (Parent Error: 14 ppm)
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100% 1,515.04 AMU, +3 H (Parent Error: 170 ppm)

Protein phosphatase
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Dihydrolipoamide dehydrogenase
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100% 1,196.61 AMU, +2 H (Parent Error: -25 ppm)
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Alanine aminotransferase, putative 

b3

b6
L P D L V A A Y E R

R E Y A A V L D P L
te

ns
ity

100% 1,145.58 AMU, +2 H (Parent Error: -25 ppm)
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Membrane antigen containing repeating peptides
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Eukaryotic release factor 3, putative 
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110.0?
325.9?

a2-H2O

a2

y1 b2 y2b3

y3

b4

b5
b7 y7

y8

y10

R
el

at
iv

e 
In

te

0%

50%

m/z
0 200 400 600 800 1000

y2 b5

V E S G S I A V G E R
R E G V A I S G S E V

or
 (A

M
U

) 1,102.63 AMU, +2 H (Parent Error: 62 ppm)

y1 b2
y2

b3 y3

b4

b5 y5 b7 y7 y8 y9

y10

D
el

ta
 M

as
s 

Er
ro

-0.0
0 200 400 600 800 1000

m/z



Cystathionine beta‐synthase
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10 kDa heat shock protein (CPN10), putative 
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Arginyl‐tRNA synthetase
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100% 887.47 AMU, +2 H (Parent Error: -3.1 ppm)
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y7
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100% 1,888.37 AMU, +3 H (Parent Error: 260 ppm)

GP63, Leishmaniolysin, Major Surface Protease
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Aminopeptidase; metallo‐peptidase, Clan MA(E), Family M1 
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100% 1,192.89 AMU, +2 H (Parent Error: 200 ppm)
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T‐complex protein 1, delta subunit
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5‐methyltetrahydropteroyltriglutamate‐‐homocysteine methyltransferase
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Dynein light chain, flagellar outer arm 
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Cofilin‐like protein 
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295.2?
410.5?428.3?

y2-NH3

internal PDT-NH3

y7+2H b10+2H

b1 y1

b2

y2

b3 y3
b4y4

b5 y6 b6 y8 y9

R
el

at
iv

e 
In

te
ns

50%

y1 b6

m/z

0%
0 250 500 750 1000 1250 1500

L I L I Q W I P D T A K P R
R P K A T D P I W Q I L I L

r (
A

M
U

) 1,663.31 AMU, +3 H (Parent Error: 200 ppm)

b1 y1

b2
y2 b3

y3

b4
y4 y5b5 y6 b6

y7

y8

y9

D
el

ta
 M

as
s 

Er
ro

r

-0.0
0 250 500 750 1000 1250 1500

m/z



Nonspecific nucleoside hydrolase
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100% 1,845.37 AMU, +3 H (Parent Error: 210 ppm)
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